ABSTRACT Whole-genome sequencing of Acinetobacter sp. strain NCu2D-2, isolated from the trachea of a mouse, revealed the presence of a plasmid of 309,964 bp with little overall similarity to known plasmids and enriched in insertion sequences (ISs) closely related to IS elements known from the nosocomial pathogen Acinetobacter baumannii.
The plasmid has a mosaic structure with as many as 19 different insertion sequence (IS) elements predicted by IS Finder (http://www-is.biotoul.fr) (10) with an expect value (E) of 4 ϫ 10 Ϫ137 and below. Some of these IS elements appear in multiple copy number, both on the chromosome and on the plasmid, and many of the IS prototypes, such as ISAba5, ISAba12, ISAba13, ISAba16, ISAba17, ISAba25, and ISAba125, are well known from the nosocomial pathogen A. baumannii. These findings illustrate the fluidity of the Acinetobacter pangenome and the importance of studying genomes of environmental Acinetobacter spp. in order to understand the evolution of the pathogenic species within the genus. Accession number(s). The complete genome of Acinetobacter sp. strain NCu2D-2 was deposited in GenBank under the accession numbers CP015594 (chromosome) and CP015595 (plasmid) (Bioproject ID PRJNA315981).
